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The sodA gene encoding the Corynebacterium melassecola manganese-cofactored superoxide dismutase (SOD) has beer

We have isolated and characterized two superoxide dismutase (SOD) cDNAs from a Leishmania chagasi promastigote ¢D

Reactive oxygen species (ROS) are generated during normal aerobic metabolism and in plants exposed to environmental

Two genes encoding manganese superoxide dismutase (sod-2 and sod-3) have been identified in the nematode Caenorh

BACKGROUND: Clostridium thermocellum is a promising consolidated bioprocessing candidate organism capable of dire

The defenses against free radical damage include specialized repair enzymes that correct oxidative damage in DNA and ¢

The endospore-forming Gram-positive pathogen Bacillus anthracis is responsible for the usually fatal disease, inhalationg

This study compared stress-induced expression of Cu-Zn superoxide dismutase (SOD1) and thioredoxin reductase (TrxR)

In the mesophilic cyanobacterium Synechococcus elongatus PCC 7942, iron starvation induces the expression of a numbsg

FIbA is a regulator of G-protein sighaling protein that plays a central role in attenuating heterotrimeric G-protein mediatq

Two highly similar cytosolic Cu/Zn Sod (Sod4 and Sod4A) genes have been isolated from maize. Sod4A contains eight exo

The promoter regions of five SoxRS regulon genes (sodA, fumdC, zwf, achA, and acrAB) and one SoxRS regulatory protein g

Legionella pneumophila expresses two catalase-peroxidase enzymes that exhibit strong peroxidatic but weak catalatic aq

The molecular mechanisms by which plants acclimate to oxidative stress are poorly understood. To identify the processe

Several cellular pathways have been identified which affect the efficiency of thiamine biosynthesis in Salmonella enteric:

BACKGROUND: Staphylococcus epidermidis, long regarded as an innocuous commensal bacterium of the human skin, is {

The ferritin-encoding gene (cft) of Campylobacter jejuni was cloned and sequenced. The nucleotide sequence of cft had 3
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A recombinant bioluminescent Escherichia coli strain, EBHJ, {sodA::luxCDABE), containing the promoter for the mangane

Superoxide dismutases convert superoxide anions to molecular oxygen and hydrogen peroxide, which, in turn, is metabag

An understanding of how the heme-deficient gram-positive bacterium Streptococcus pyogenes establishes infections in

Peroxiredoxins, the enzymes that catalyze the reduction of hydrogen peroxide and organic hydroperoxides, are ubiquito

The roles of SitABCD, MntH, and FeoB metal transporters in the virulence of avian pathogenic Escherichia coli (APEC) 07

The general stress regulon of Bacillus subtilis comprises approximately 200 genes and is under the control of the alternat

Complexity of cellular response to oxidative stress (OS) stems from its wide-ranging damage to nucleic acids, proteins, ca

We have previously shown that the control of cellular copper homeostasis by the copper-modulated transcription factor

AIMS: To study the effects of adaptation and stress on the resistance to benzalkonium chloride (BC) and cross-resistance

Genome-wide screening for sensitivity to chronic endoplasmic reticulum (ER) stress induced by dithiothreitol and tunicar

A strain of Synechococcus sp. strain PCC 7942 with no functional Fe superoxide dismutase (SOD), designated sodB-, was ¢

The Escherichia coli soxRS regulon activates oxidative stress and antibiotic resistance genes in two transcriptional stages.

Caulobacter crescentus is a free-living alphaproteobacterium that has 11 predicted LysR-type transcriptional regulators (

BACKGROUND: Litchi is an evergreen woody tree widely cultivated in subtropical and tropical regions. Defective flowerin

Galectins are a family of beta-galactoside-binding lectins. They are involved in the regulation of a variety of biological ph

Aspergillus fumigatus is an important opportunistic fungal pathogen. The cAMP-dependent protein kinase (PKA) signalin

BACKGROUND: Campylobacter jejuni is a leading cause of bacterial enteritis worldwide. This microaerophilic bacterium ¢

BACKGROUND: Superoxide dismutases (SODs) cause dismutation of superoxide radicals to hydrogen peroxide and oxyge
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